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Claim Listing 

Tli at which is claimed is: 

1 (Withdrawn) A method to determine the optimal length of an immunobiologically- 
activc liner peptide epitope of a polypeptide, the method comprising the steps of: 

a) providing a curve characterizing the hydrophilicity and/or hydrophobicity 
of the linear sequence of amino acid residues of a polypeptide; 

b) generating at least one potential epitope set comprising at least one 
potential epitope by fitting a window of the curve of step (a) to a mathematically 
generated continuous curve, the continuous curve having repeating values at regular 
intervals with at least a maximum positive value, the window containing a specific 
number of amino acid residues and the window is lagged through the curve of step (a); 

c) increasing the number of residues in the window after each lagging; 

d) determining and ranking potential epitopes for each set by selecting 
potential epitopes having a positive-fit correlation value determined by fitting curves in 
step (b) thereby providing a set of ranked potential epitopes for each window of residues 
used in step (b), the most positivc-fil correlation value ranked first in each potential 
epitope set; 

e) examining the positioning of at least the highest ranked potential epitopes 
of each set relative to the linear sequence of the plot of step (a) to determine at least one 
set of potential epitopes that exhibit alternating positioning about an equilibrium position 
wherein the ranking values of the potential epitopes coverage towards or diverge away 
from the equilibrium position; and 
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0 designating the potential epitopes of the set having the most alternating 
ranking values that coverage or diverge as the immunologically active epitopes which has 
an optimal length equaling to numeric value of amino acid residues in the potential 
epitopes. 

2. (Withdrawn) The method according to claim 1 wherein, the mathematically 
generated curve is generated by a negative cosine curve function, 

3. (Withdrawn) A method to determine the optimal length of an 
immuoobiologically active linear peptide epitope of a polypeptide characterized by a 
hydrophobic-hydrophilic-hydrophobic motif, the method comprising the steps of: 

a) assigning an average hydropathy value to each amino acid of the 
polypeptide; 

b) generating a hydrophilicity plot using the average hydropathy value of 
each amino acid; 

c) fitting the curve segment of the hydrophilicity plot to a negative cosine 
function, wherein a specific period number values of the negative cosine function equates 
to the number of amino acids in the curve segment, the period number increasing within a 
predetermined chosen period number range after each sequential lagging through the 
hydrophilicity plot thereby providing fit-correlation values for each curve segment across 
the linear sequence when using the specific period number value; 

d) generating a potential llo-Hi-Ho epitope set for each specific period 
number value within the chosen period number range, wherein each potential Ho-Hi-Ho 
epitope set contains potential Ho-Hi-Ho epitopes that have a fit-correlation value; 
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e) ranking each potential Ho-Hi-Ho epitope in the potential Ho-Hi-Ho 
epitope set according to positive fit-correlation values wherein the epitope having highest 
positive-fit correlation value is ranked number one thereby providing ranked Ho-Hi-Ho 
potential epitopes Tor each specific period number value; 

f) examining the positioning of at least the highest ranked Ho-Hi-Ho 
potential epitopes of each set relative lo the linear sequence of the plot of step (a) lo 
determine at least one set of Ho-Hi-Ho potential epitopes that exhibit alternating 
positioning about an equilibrium position wherein the ranking value of Ho-Hi-Ho 
potential epitopes coverage towards or diverge away from the equilibrium position; and 

g) designating the Ho-Hi-Ho potential epitopes of the set having the most 
alternating ranking values that coverage or diverge as the immunologically active 
epitopes which have an optimal length equating to numeric value of amino acid residues 
in the potential epitopes. 

4. (Withdrawn) The method according to claim 3 wherein said hydrophilicity curve 
is generated using Kyte-Doo little hydropathy values with reserved signs. 

5. (Withdrawn) The method according to claim 3 further comprising choosing the 
potential epitope set having the highest fit correlation value found in step (c) if more than 
one potential epitope set exhibits the same number of alternating ranking as examined by 
step (0- 

6. (Withdrawn) A Ho-Hi-Ho epitope of a polypeptide, said Ho-Hi-Ho epitope 
characterized by a hydrophobic-hydrophilic-hydrophobic motif having a optimal length 
of amino acid residues determined by method of claim 3. 
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7. (Withdrawn) The Ho-Hi-Wo epitope according to claim 6 wherein the amino 

acid residues tire altered by replacing amino acids to increase or decrease the fit 
correlation between the hydrophilicity curve and the negative cosine curve thereby 
increasing or decreasing the affinity for the epitope by immune components. 
S. (Withdrawn) A method for determining the viability of a protein comprising; 

a) finding the immunobiologically active epitopes of a polypeptide and their 
optimal length according to the method of elaim 3; and 

b) comparing the optimal length found in step (a) to the optimal length found 
in nntipolypeptidc untisera. 

9. (Withdrawn) A an ti sera specific for a Ho-Hi-Ho epitope of contiguous amino 
acid residues from a polypeptide wherein said epitope is defined by a motif of two 
hydrophobic and on hydrophilic regions arranged in the following manner 
hydrophobic hydrophilic hydrophobic 

wherein said epitope has an optimal length of amino acid residues determined by method 
of claim 3. 

10. (Withdrawn) An antigenic composition comprising a Ho-Hi-Ho epitope of 
contiguous amiho acid residues from a polypeptide wherein said epitope is characterized 
by a hydrophohic-hydrophilic-hydrophobic motif having an optimal length of amino acid 
residues determined by method of claim 3. 

1 1 . (Withdrawn) The antigenic composition comprising a nucleic acid molecule 
coding for a Ho-Hi-Ho epitope of contiguous amino acid residues from a polypeptide 
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wherein said epitope is characterized by a hydrophobic-hydrophilic-hydrophobic motif 
having an optimal length of amino acid residues determined by method of claim 3. 



known sequence comprising the steps of : 
{t} -pr oviding a c a mple; 

fu) c ontacting satd — sampl e with antiscru specific for - a Ho Hi Ho epitop e of 

c ont i guous am i no acid res i dues from a polyp e ptide wh e rein said ep i top e -i s 
eka ract e i i^ o d by o hydrophob i c hydrophili e hydrophob ic mot i f having an optimal 



ft>- assig ning — an — average hydropath y valu o — to — eaeh — amino aoid — of a 




b±- g e nerating a hydrophilicity plol - w s ing th e av e rage - hydro pathy value of 




fitting a curv e s e gment of th e hydrophilicity plot to - n n e gutiw -cosiw 
funct io n, wher e in a sp e cific p e riod numb e r value of the n e gati v e - cosin e 
function e cu - Kited to the nuro b or of amino ae ida in th e Curve segm e nt, th e 
period n u mber incr e asi ng within a predetermined cho o on p e riod number 
ran ge afler e ach s equential l agg i ng through th e- hydrophilioity p lo t - th e r e by 
providing fit oorre l at i on va l ues for o ach ourvo segm e nt - a cros s the l ine ar 
nequ u noo when using the specific period numb e r value; 

d) - generat i ng a potential Ho Hi Ho e pito p e set for e ach specific per i o d 

numb e r value w i th i n th e cho sen period numb er valu e within tho - ohoson 
p e riod - numb e r range, w herein e ach - potential Ho Hi H o epitop e s ot 
contains pot e ntial Ho Hi 1 l o e pitop e s - lhot have a fit correlation valu e ; 

e) - ranking e ach pot e ntial H o Hi - Ho epitope in the potential Ho Hi Ho 

e pitope net according to positiv e fit o orr elation valu ofr^ vherein th e e pitop e 
h aving ' h i ghe s t positiv e fit -eoff olot i on value is ra n ked numb e r on ^h or e by 



12. (currently amended) 



A diagnostic t o uting method for detecting a protein, o f 
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provi ding ra n kod Ho Hi Ho potent i al upitoper, for - 

jfy- examin i ng lho - por . monh ^>^^ mnk e d H ^ J4 ^ 

peteBfe^ep ttop u t? of^oh not relative to iho lin e ar n eq ucnco of Uio plot of 
stop (a) to d e t e rmin e at l e a s t - ono a o t of - Ho Hi TTo poltfiitia ^pUo^ 
«Aib a -i iU oiii ati n fl portioning n hout- Hn e quilibrium position - wh e rein the 
ranking values of th e TTo Hi Hn potontial e pitopes coverage towards or 
<Jiver go away from th e e quilibr i um po si t i on; and 

^_ desi gnating tho f To Hi Ho pot e ntial opitopoo of tho ac t- having tho moHl 
alt e rnating ranking values that co verag e or- ^ i verg e a&4ho immunote eteaHy 
aeOv o - cpitop o o wh i ch hav o- an optimal length uquating to num eri c - value o-f 

^) d otooting m e-b- inding oC o aid antisera to a po l yp e p t ide in ftaid rsample. 

d^n-nininp, an optimal immi i n oJ biolQgCTUy nctivo Mn^nr epitope of said prot ein 

of known s n quoncc. whercinjsaid protei n i ff rprnpr^gd of a plurality of ammo 
aci ds- and wb ^ig ^ o ptimal i m mnnobiologi c allv acUvvJ b 'jKar epitope 
characterized by a hvd^ pi^hir-hvdro philic-hvdronhobiO-CH - Q-Hi-Ho) ICcQlif 
Hrtnrmincd bv a m ethod coniM i g jn g th^ stop s of: 

jiSsjj gping an average hydropathy valuCJt Q each of ^djKir^lity.o IjmiBQ 
acids of said protein o f known sentience: 

ccncraiimij i h ydrophihcx tv nlot using . S fl"1 ^m>Q hydropat h V - Y -aluc; 

fitting ench of a plurality of curve se gments o£j> . nid hynVopb ili citY plot to . 
one of a plu ralit y " f ;1 ^^g^ivc cosine f un ctions, wtom one oLa 
plurality of a specific-pcnod nu mber values o ils a i d -p l uratilY - o f 
negative cosine function s equat es tQ _ a _ particMlfir number of am i no 
agjjjs Jn_onc of said-pl ural i tv of PWC y M Q - S . flgmrnts said period nuuib fiE 
yqlnfi increasing within q predetermined chosen period number range 
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fljW n sequenti al -lagging of ea ch of said plurality of w tvc SC S mcnlS 
tH^i ff h said hvdronhilic it v nlot t hersbY _ p royidinK a fitaatfrcirtpn 
-^wjo r ^cM of said plurality of curve_s er:mcnts acros s scuQnQ w n 
se quence of said protein wh rn one of said Plurality ftf Sflid 

period numb^L-Yalucs; 

g gnemting a potential Ho- Hi - H o Ctj i tQO C - SCt for each Of Mlid j ahJra l ity Q . C 
specific period number values within said chosen PCfiod fflJmbOT. 
range, wher c jn _said potential Ho-Hi- Ho epitope sot COfltaiPS <»t Ica^ 
one potential Ho-Hi-Ho epito pe in which said fit-CQirdatiorX^alUSLiS 

positive; 

rjniajns_ cach of said poten tia l Ho-H i-Ho epitopes of said potential Ho-Hi- 
Ho epitope set and -assigning a ra nkin g va luC - t CL Cactl of said potentia l 
Ho-Hi-Ho ep ito pes according: to said fit-correlation value. JYJ lQCCin 
jajjjjaQjc ^tial Ho-Hi-Ho ep ito pe with a highes t nosilivc fit -correlation 
yal'.' P-'s ranked mimbcr_oj i c . thereby P TOvidittfcA J M J PKed Ho-Hi-Ho 
p otential epitop e for of plurality of roccil Lcj. criod number 
values; 

oxrtminin^ S ;iid raa kintf valu e of w h of ^JLnotcntfol Hp-Hi-Ho opiWpffl S 
^liiii yc.to said hydrophilicitv_pl Q_tJt o determine at ]<;a?t pqe potential 
Ho- Hi-Ho epitope set that e xhibits alternating POSitioninEj^^^ 
saiiijj hrium position, wherein a Plura li ty of said ra king va l ue s O JLsaM 
po tential Ho-Hi-Ho epitop es converg e towards or diverge WW fr om 
said cqinlibriurjCLP.Q^itLO jaLlIUld 
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daa flinting each of said potentia l Ho-Hi-Hp ep i tope , wherein ^ 
rankinp values exhibit a most alterna t i ng rankmu val u e that convemc s 

or diverges from said equilibrium ecj^ijisn as — SlM — Optimal 

immunobiolog icn .ny active epitope wherein a num eric value; OiLamXOQ 
priH in said potential Ho-Hi-Ho eni tongs is equal to one pf said 
plurality of specific, period number values of said MKatiYC -CQgina 
function : 

jt yjlthcsizing at least one peptidc^c or responding to at least one Of said optimal 
immunobiolOgi ^lly active linear epitope: 

creatin g at least on e am™ ^ n^ninst sa i d s vnt h c si/ . ed nentides correl a tin g to at 

least one oLswd optimal imm uno hiolofflCflllv active l inear epitope; 
providing a sample to be analyzed for said protcin _ of known s eqwnccj; 
contacting sa i d_sample with said a t least one antiscra; and 

detecting a bin din g of said antis cra to said protein o f said sample , thereby 
indicatintLX>rescnce of said protein in said sample, 

13. (Withdrawn) A method to determine the optimal length of an 
immunobiologically-activc linear peptide epitope of a polypeptide, the method 
comprising the steps of: 

a) providing a hydrophilicity and/or hydrophobicity plot generated for an 

amino acid linear sequence of a polypeptide; 
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b) fitting the plot of step (a) to a mathematically generated continuous 
curve thereby generating potential epitope sets which include ranked potential epitopes 
having a specific number of amino acid residues; and 

c) comparing the sets of ranked potential epitopes to other generated data 
lo determine the immunohiologically-active linear peptide epitope and its optimal length. 

14. (Withdrawn) The method according to claim 13 wherein the other generated 
data of step (c) is selected from the group consisting of: comparing magnitude of 
oscillating behavior, comparing the ranked potential epitopes with other epitopes 
generated by propensity scales, comparing with a previously generated plot and 
combinations thereof. 

15. (Withdrawn) A method to determine the optimal length of an 
immunobiologically-activc linear peptide epitope of a polypeptide, the method 
comprising the steps of: 

a) fitting a hydvophilicity and/or hydrophobicity plot generated for the amino 
acid linear sequence of a polypeptide to a mathematically generated continuous curve 
thereby generating potential epitope sets which include ranked potential epitopes having 
a specific number of amino acid residues, the mathematically generated curve having at 
least a maximum positive value; 

b) positioning the ranked potential epitopes for each set on the hydrophil icily 
and/or hydrophobicity plot to determine the oscillating behavior of the numeric value of 
ranked potential epitopes; and 

c) deeming the potential epitopes that exhibit the most alternating positioning 
about an equilibrium position when juxtaposed on the hydrophilicity and/or 
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hydrophobicity plot as the theoretical epitomes and their optimal length corresponds to 
the specific number of amino acid residues in the sot of ranked potential epitopes. 

16. (Withdrawn) The method according to claim 15 wherein said hydrophi (icily 
curve is generated using Kyle-Doolittle hydropathy values and the mathematically 
generated eurvc is generated by a negative cosine function having a period number 
equivalent lo the window of residues. 

17. (Withdrawn) A Ho-Hi-Ho epitope of a polypeptide, said Ho-Hi-Ho epitope 
characterized by a hydrophobic-hydrophilic-hydrophobic motif having an optimal length 
of amino acid residues determined by method of claim 16. 

18. (Withdrawn) A aitfiscra specific for a Ho-Hi-Ho epitope of contiguous amino 
acid residues from a polypeptide wherein said epitope is defined by a motif of two 
hydrophobic and one hydrophilic regions arranged in the following manner 
hydrophobic-hydrophilic-hydrophobic 

wherein said epitope has ail optimal length of amino acid residues determined by method 
of claim 15. 



19. (currently amended) A 
kn own sequence comprising the steps of: 



method for deteeting_a protein of 



(ii) conta c ting said sam p kHvith antiK e ra -sp ooifio for a Ho Mi llo e pitop e of 



- oharnoloriHud by o hydrophobie - hydrophilic hy dro phobic motif ha v ing opt i mal 
l e ngth o f om i no acid ro s khior , d e t e rmin e d o method comp ri sing th e st e ps- of - 
det ermining an opt i mal immunobi ologicaUv active l i near PupUdC - Qp i topc of sak l 

prot cjfir wherein said pr ot ein is comprised of a plurality of amino acids, whe rein 

said optimal immunobioloiiicallv a c tive linear peptide epi tope 'S c ha racteriz ed by 
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;i Hv^mplio hic^HvdrnphilTC-Mvdrophohic ^H o-Hi-Ho^ motif determined bY 
method comprising the stens of; 



(a) fitting a hydrophilicityZ ond/or hydrophobicity plot generated for toe-Siiki 



mathematically generated continuous curve thereby generating a t _1 cast one 
potential \ lo-Hi-Ho epitope sets set which includ e includes ttt teas! pry; 
ranked potential Ho-Hi-Ho epitop e s epitope, wherein one of a plufalit y__of 
a numeric ..va lu e is assigned to each of s nid potential Ho- Hi -Ho coitooc set 

corr esponding lo a 1 it-correlation v&liLQ of said 

hydrophilicity/h ydr ophobicity plot to __sa id mathematically wacra fcd 
continuous curve, wherein said mathematically ueneraled_C.OlltinuQus 
curve has a period equal to_a httving a sp e cific ■ nwm her-ef number of 
amino aenl acids fes kkios. th e correspon din g ro the leng th of said potential 
H0-Hii- ^Q epitope, said mathematically generated curve having «^4east a 
maximum positive value; 
(fc) positioning the said at least one ranked potential 1-lo-Hi-Ho epitope epitopes 
for onch set on the said hydrophilicity / ond/or hydrophobicity plot to 
determine the aQ oscillating behavior of Ike- said plurality of numeric 
values of ftaj d at least one ranked potential J ^o^lli-Ho epitope e pitop e s ; 
and 

<e) deeming the each of said plurality of ranked potential Ho-Hi-H o C pitOp-C 
e pitop e s that exhibit the a most alternating position cither convergent or 
diver gent positioning about an equilibrium position when juxtaposed on 
the said hydrophilicity/ and/or hydrophobicity plot as the th e or e tical 
epitopes said optimal immunobiologi call y active linear peptide epitope, 
wherein sai d optimal immimobio1of>ica11v active linear peptide cnitooc and 
to? its optimal length corresponds to the-sp«&<>i-Go 3 number of amino **ci4 
r e s i du e s acids in the a. set of ranked potential Ho-Hi-Ho epitopes; ami 
delecting th e binding of said antia e ra - t - C H a -p o t ypopt i do in said sampl e 




protein of known sequence 




to a 



Page 13 of 17 



PAGE 16121 * RCVD AT 3/1/2004 10:10:03 AM [Eastern Standard Time] < SVR:USPT0-EFXRM/1 * DN!S:8729306 * CSID:7166645606 * DURATION (mnBS):G4-38 



Mar 01 04 lOilla The Bilicki Law Firm, PC 71GG645G0G p. 17 

Appl. No. 00/552,461 

Reply to Office Communication of February 6. 2004 

synthesizing at least one peptide correspondin g to at least one of said Opt i mal 

iromunobiologicallv acUwJU in ear epitope; 
creating at least one antiscra against said synthesized peptides correspond intt 10 at 

least one of s aid optimal imtrmnohio lorn call v active linear epitope; 
providing a sample to be analyzed J for said proicin.ol k nown sequence; 
contacting said sample with said at least one antisera; and 

detecting a bindi ng of said antiscra to said protein of said sample, thereby 
ind i catin g presg aQ c _ of sa i d prolan juOL j S jai d .. sa , rnpi ei 

20. (Withdrawn) A antigenic composition comprising a nucleic acid molecule 
coding for an epitope of contiguous amino acid residues from a polypeptide wherein said 
epitope has an optimal length of amino acid residues determined by method of claim 1 5- 

21. (new) The method of claim 12. wherein said p ro tein is selected from a group 

insisting of 11.-1. lL-2 r TT^ TI.-6. TL-7. 1L-8. IL-9. IL-10. 1L-1K J LU 

1? r IFN-cx r TFN-fl I FN-fiS. CP2. CD3CD4. CDS. CDS. CDMA. CDllb. CD1 Lc 
CD 16. CD 18 CD2L CD28. CD32. CP34. CD35. CD40. CD44. CP45, CD54 
CDS6. K2. KI. PR. Oct, Ma. MB2. MB1, IMP}. TAP2, 1-MP7, TAPK O fl. 1AP. 
1 Am r iR p. TEfi2. ICa. CYP21 . C4B. CYP21 P. C4A. BF» C2. H SP. G7«/b. TNF-O* 
T NF-p.D.L Oa. Tla. COI,HA2_ DPp2. DPct2 r DPftLDF 1 . DN 2. DOJ . 
Dp l r DQ 1DR .PR . HSP-70. HLA-R. HLA-C HLA-X. H1,A-B, HLA-J, 

HLA-A. HLA-H. ' HL A-n. HLA-F. NGF_ simiOl^Qpin, somatomedins. 

parathormone. F SH r LH T HOP. TSH. THS-rclcasing f;ic(or. HGH. CRHR. PDOR 
T GF-T. TGF-TI. TCP- . GM - CSF. M-CSP. G-CSFK erythropoietin, -I ICG. 4-N- 
acctylgalactosaminyltransferase. G M2. GD2. GD3, MAGHfvl . M AGR-2, MAG6- 
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7 Mtir-1. M1JC-2. M TJ C-3. M1IC-4. M1JC-18. TCAM-1 C-CAM. V-CAM. 
HI .AM. NM23 r EGFR. E-carfhmn. N-CAIVf. CEA. DCC. PSA. Hcr?.-ncu. UTAA. 
melanoma antigen p75. K19. MKcn? r pMEL 17, tyrosine related proteins 1 
pQ7. pS3. RB APC. DCC. NF-I. NF~2 WT-1. MRN-I, MFN-TI. BRCA1. VHL. 
FCC MCC r:is. mvc. neu. raf. C f b. src. fms. urn, trk. rot, asr). hpt. bcl. ilbil. Cl fl. 
Clr. Cls. C4.C2. Factor D. Fn etor R- properdin. C3. C5. C6. C7. C«. C9. Cllnh. 
Fact o;; 11, C4b-bind^c protein. PAF. membrane cofactor protein, anaphylaloxin 
mactivn tor S protein. H RF r MIRI.. CR 1 . CR2. CR3. CR4. C3a/C4a rcccntor. HTV 
(gag, pol. an41. f T r>l2Q, vif r tat, rev, ncf. vpr. vpu. vpx). HSV (rib on yclcotklc 
■rtMlur- faM. -TIF. ICP4. IC PS ICPTS. KAT-rclatcd nrotcins.^B. nC. t>D. uE. el. 
gj). influenza ihcm ^liittmin nenrnaminidasc. PB1. PB2. PA. NP. Mi . M- . NS.. 

papillomavir us fF.1 F.2. F.3. H4 FSa. FSh. F.6. K7. E8. 1,1. 1.2). adenovirus 
■ F.1A. El B. R2. F3. FA. E5. LI. L2. 1,3. T,4. T,M. F.nslem-Barr Vi r us (EBNA 1 
Hepatitis B .y jrus, fgp27\ gpW . g p42*. p??.". pol- and nuclear matrix proteins. 

22.) (new ) The method of claim 19. wherein s aid protein is selected from a group 
moisting of TL-1. TI-2 . TT.^1. TT-5. 11^6. TL-7. I1.-8. IL-9. IL-1Q. IL-1 1. IL- 
1 7. TFN-fY IKN-p. 1FN-6S. C D?. CD1.CD4. CDS. CDS. .CD 1 1 A. CD1 lb. CD I lc. 
CDIfi. CD18. CD21. CD28. CD32. CD34. CD35. CD40. CD44. CD4S. CD54 
CTVS6. K2. Kl. PH. Oct. Ma. M»2. Mftl . I JvlPl. TAP?,. T.MP7. TAP1. OB. TAB. 
I Air TF. p. IF ftt. IK<x. CYP21. C4B. CYP21P. C4A. BF. C2_ HSP. G7a/b. TNF-a. 
TNF-fi.D.L Oa. Tin COI.11A2. DPft2. DPoc2. DP pi . DP 1 . DN 2. D O 3. 
DO I . DO 1 PR r DR . HS P-70. HI.A-B HLA-C. Ill.A-X. HLA-R. HI.A-J . 
HI.A-A. HT.A-H. HLA-G. ITT.A-F. NGF. somato tronin. somatomedins 

Page 15 of 17 

PAGE 18/21 ' RCVD AT 3/112004 10:10:03 AM [Eastern Standard Time] * SVR:USPT0-EFXRF-1/1 • DNIS:8729306 < CSID:71 66645606 * DURATION (mm-SS):04-38 



Mar 01 04 10:11a The Bilicki Law Firm, PC 71GGG45G0G P*19 

Appl. No. 09/552,461 

Reply to Office Communication of February 6, 2004 

MUC-i mm mtt/-, M ,, ri hnTrp ir |I|| ( , ( ^ 

£LAM.NM?S FC1FP Fi-nrthrrin MrAM.CKA nrr P|M n . r2 . nc; „ [ITAA 

c2Zja»*ft APT PCf: MF-I NF-° WT1 MEN-r mpm.tt 
FCC , WT rn c, m yi^i^mf^^ jtTn > fr k r nf ^ h st hp] ;|h;t r ^ 

Clr , CTa C4Ci, Rirtnr p Fnotor B properdin cfi c.j , ^, <r« f l\nh 

Factor h , c^-b i nding protein IMF , m C mhn.no rofacmr W Thyl f , lTr fj T1 
imifc tivator^prof n in . HRFMiRi rpi rra. crt riM ^/ r ... r .. Tfnr T Tr 
to-^^^ nrf. ypr yp, vny> mV fa-h«n, M .,^ 

gJ), inflwetwa (hemauluttiniii n^ ,,- ^ ,-,,;, ^ Pft) PTt ? PA Np ^ 

MSiX paffillomnviTTi^fPi f* p.*, ™, pa F i7 f . L 1 , 2V ;>ft ^ Yin ^ 

(El A . FIR F? F4 R s Tl M H 1 ^ m i.m n arrVimi.mBMA, • 
BO*miL^<w2T,iTW p^ po, Y )- Ir , r1m „„ .rm^r ™^- 
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Applicant respectfully contends that the Notice of Non-Compliant 
Amendment has been addressed and that this application is therefore in a 
condition of allowance and respectfully rquests that the application be passed to 
allowance. 



Dated: VJrhJt^O^^ 0 ^ Respectfully submitted, 



loseph J. Boinski, Esquire 
Reg. No. 51,482 
Attorney for Applicant 
The Bilicki Law Firm, P-C. 
Furniture Mart Building, Suite 1000 
1 1 1 West Second Street 
Jamestown. NY 14701 
Tel: (716) 664-5600 
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